Background. Multi-drug-resistant organisms (MDRO) pose a growing burden, including in the community. Delay in initiation of appropriate antimicrobial therapy (DAAT) is common among patients with MDRO infection. In addition, DAAT is the strongest modifiable predictor of mortality in severe sepsis. The aim of this study was to develop a prediction score for MDRO infection upon admission to hospitals, in order to shorten DAAT and reduce misuse of broad-spectrum antibiotics administered to patients with non-MDRO infection.
Carbapenemase Gene Transfer among Canadian Patients Colonized or Infected with Carbapenemase-Producing Enterobacteriaceae
Background. Carbapenemase-producing Enterobacteriaceae (CPE) has been declared an emerging global health threat. Plasmid transfer between species is of particular concern, allowing carbapenem resistance to spread rapidly to invasive or hypervirulent organisms which could potentially lead to severe infections. The rate of carbapenemase gene transfer between species has not been quantified to date.
Methods. CPE isolates from 754 patients whom had either clinical or surveillance specimens submitted to our reference laboratory between January 2011 and December 2016 were reviewed. Patients with multiple Enterobacteriaceae species possessing the same carbapenemase gene were analyzed. Additionally, we reviewed data from a study in which rectal and groin swabs were collected from 88 patients at 3-month intervals to determine the average duration of CPE colonization prior to gene transfer.
Results. Thirty-nine out of 754 patients (5.2%) showed evidence of carbapenemase gene transfer between species. The majority (34/39 patients, 87.2%) had specimens submitted at a single point in time. Most commonly, multiple species with the same carbapenemase gene were found in rectal swabs (25/286 CPE-positive rectal swabs, 8.7%) followed by urine cultures (3/327 CPE-positive urine cultures, 0.9%). In the follow-up study, 8/88 patients with at least one follow-up specimen (9.1%) showed evidence of gene transfer over time. Out of a total of 10 instances of gene transfer, 3, 2, 3, 1, and 1 were detected at the 1-, 3-, 6-, 9-, and 15-month follow-up periods, respectively. Distribution of species and gene types was similar among the index isolates and second isolates (Table 1) . Conclusion. A significant minority of CPE-colonized patients will be colonized with multiple species of Enterobacteriaceae. Gene transfer to new species continues to occur over time in persistently colonized patients.
Disclosures. All authors: No reported disclosures. Background. Nosocomial spread of carbapenem-resistant enterobacteraceae (CRE) is an emerging threat worldwide. A contaminated hospital environment often serves as a source for the spread of resistant genes via health care workers. In this study, we investigate the source of a prolonged but sporadic nosocomial outbreak of a unique bla containing CRE and the epidemiological link between cases identified at a large tertiary care hospital from October 2010 through August 2015.
Outbreak Investigation of GES-5 Containing Carbapenem-Resistant Enterobacteraceae in a Tertiary
Methods. Patients were identified as being colonized or infected with a bla GES-5 containing CRE through clinical cultures. After the outbreak was identified, further cases were identified through screening or surveillance cultures. Multiple environmental samples were collected from patients' rooms in attempt to identify a source.
Results. Seven patients were infected or colonized with bacteria harboring the bla GES-5 gene over a 5-year period. A bla Escherichia coli was isolated from two patients in cardiovascular intensive care (CVICU), Serratia marcescens was isolated from three patients in general systems intensive care (GSICU), and Raoutella planticola
